
CLUSTAL W (1.82) multiple sequence alignment   

gi|74716|pir||VCLJSA                --------------------------------------------------
gi|9627213|ref|NP_056894.1|         --------------------------------------------------
gi|1706658|sp|P51515|ENV_SRV2       --------------------------------------------------
gi|119398|sp|P10269|ENV_BAEVM       --------------------------------------------------
gi|1143545|emb|CAA61093.1|          --------------------------------------------------
gi|9627018|ref|NP_041262.1|         --------------------------------------------------
gi|11055586|gb|AAG28161.1|AF28      --------------------------------------------------
gi|28927670|gb|AAF81698.2|AF24      --------------------------------------------------
gi|20149612|ref|NP_055405.2|        --------------------------------------------------
gi|13310191|gb|AAK18189.1|AF33      --------------------------------------------------
gi|8439396|emb|CAB94192.1|          --------------------------------------------------
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        --------------------------------------------------
gi|119466|sp|P23064|ENV_HTL1M       --------------------------------------------------
gi|119467|sp|P03383|ENV_HTLV2       --------------------------------------------------
gi|4027915|gb|AAC96087.1|           --------------------------------------------------
gi|74689|pir||VCLJGL                --------------------------------------------MVLLPG 6
gi|74707|pir||VCMVSS                --------------------------------------------------
gi|119431|sp|P04582|ENV_HV1B8       --------------------------------------------------
gi|74661|pir||VCLJSI                --------------------------------------------------
gi|119462|sp|P04577|ENV_HV2RO       --------------------------------------------------
gi|74682|pir||VCLJVS                MASKESKPSRTTWRDMEPPLRETWNQVLQELVKRQQQEEEEQQGLVSGKK 50
gi|74722|pir||VCLJLK                ------MAPPMNLQQWLLWKKMNETHLALENISSLTEEQKQQVIIEIQQE 44
gi|12958609|gb|AAK09373.1|AF32      --------------------------------------------------
gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                ------------------------------------------MNFNHHFT 8
gi|9627213|ref|NP_056894.1|         ------------------------------------------MNFNYHFI 8
gi|1706658|sp|P51515|ENV_SRV2       ------------------------------------------MTLKDIPF 8
gi|119398|sp|P10269|ENV_BAEVM       ------------------------------------------MGFTT---
gi|1143545|emb|CAA61093.1|          ------------------------------------------MKLPT---
gi|9627018|ref|NP_041262.1|         ------------------------------------MLCILILLLHP---
gi|11055586|gb|AAG28161.1|AF28      --------------------------------------MISTLLISL---
gi|28927670|gb|AAF81698.2|AF24      ------------------------------------MDCLTNLRSAEGKV 14
gi|20149612|ref|NP_055405.2|        --------------------------------------------------
gi|13310191|gb|AAK18189.1|AF33      --------------------------------------------------
gi|8439396|emb|CAB94192.1|          ------------------------------MIFAGKAPSNTSTLMKFYSL 20
gi|16024911|gb|AAL11491.1|          ------------------------------MIFAGKAPSNTSTLMKFYSL 20
gi|27734142|ref|NP_775596.1|        --------------------------------------------------
gi|119466|sp|P23064|ENV_HTL1M       --------------------------------------MGKFLATLILFF 12
gi|119467|sp|P03383|ENV_HTLV2       --------------------------------------MGNVFFLLLFSL 12
gi|4027915|gb|AAC96087.1|           -MLLTSSLHHPRHQMSPGSWKRLIIL-LSCVFGGGGTSLQNKNPHQPMTL 48
gi|74689|pir||VCLJGL                SMLLTSNLHHLRHQMSPGSWKRLIIL-LSCVFGGGGTSLQNKNPHQPMTL 55
gi|74707|pir||VCMVSS                ---MEGPTHPKPFKDKTFSWDLIILVGVVRVLLRLDVGMANPSPHQVYNV 47
gi|119431|sp|P04582|ENV_HV1B8       ---------MRVKEKYQHLWRWGWRWGTMLLGMLMICSAT-EKLWVTVYF 40
gi|74661|pir||VCLJSI                ---------MKVMEKKKRDWNS-LSIITIITIILLTPCLT-SELWVTVYY 39
gi|119462|sp|P04577|ENV_HV2RO       -----------------------MMNQLLIAILLASACLVYCTQYVTVFY 27
gi|74682|pir||VCLJVS                KSWVSIDLLGTEGKDIKKVNIWEPCEKWFAQVVWGVLWVLQIVLWGCLMW 100
gi|74722|pir||VCLJLK                EVIPTRMDRVKYLAYACCATSTRVMCWLFLICVLLIIVFVSCFVTVARIQ 94
gi|12958609|gb|AAK09373.1|AF32      -------------MDQWLLWFGYLVASTYGLSLRHARHQSVGTPTAEEIL 37
gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                WSLVIISQIFQVQAGFGDPREALLEIQQKHGKPCDCAGGYVSS-----
gi|9627213|ref|NP_056894.1|         WSLVILSQISQVQAGFGDPREALAEIQQKHGKPCDCAGGYVSS-----
gi|1706658|sp|P51515|ENV_SRV2       WRVLLIFQTARVYAGFGDPREAITMIHQQHGKPCDCAGGYVNA-----
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gi|119398|sp|P10269|ENV_BAEVM       -KIIFLYNLVLVYAGFDDPRKAIELVQKRYGRPCDCSGGQVSE-----
gi|1143545|emb|CAA61093.1|          -GMVILCSLIIVRAGFDDPRKAIALVQKQHGKPCECSGGQVSE-----
gi|9627018|ref|NP_041262.1|         ------RLCPVTKGGLG-KPSG-DIYTALFGAPCDCKGGTQTNN---YAT 50
gi|11055586|gb|AAG28161.1|AF28      ------LLFAETDAGFG-PPPGTDLRHALFGAPCDCKGGIIT-----AMP 47
gi|28927670|gb|AAF81698.2|AF24      DQAGKTLILLVVWWGFG-TTAEGYPLQQLWGLPCDCSGGYVFS-----
gi|20149612|ref|NP_055405.2|        ---------MALPYHIFLFTVLLPSFTLTAPPPCRCMT----------
gi|13310191|gb|AAK18189.1|AF33      ---------MALPYHTFLFTVLLPPFALTAPPPCCCTT----------
gi|8439396|emb|CAB94192.1|          LLYSLLFSFPFLCHPLPLPSYLHHTINLTHSLLAASNPSLVNNC---WLC 67
gi|16024911|gb|AAL11491.1|          LLYSLLFSFPFLCHPLPLPSYLHHTINLTHSLLAASNPSLVNNC---WLC 67
gi|27734142|ref|NP_775596.1|        MTGFWVLCFVLFPSSLSYPESWMPLVNLTHHILRDTNSSLFSNC---WVC 47
gi|119466|sp|P23064|ENV_HTL1M       QFCPLILGDYSPSCCTLTIG-----VSSYHSKPCNPAQPVCSWT---LDL 54
gi|119467|sp|P03383|ENV_HTLV2       THFPLAQ----QSRCTLTIG-----ISSYHSSPCSPTQPVCTWN---LDL 50
gi|4027915|gb|AAC96087.1|           TWQVLS-QTGDVVWVTEAVQPLWTWWPSLKPDVCALAAGLESWD---IPE 94
gi|74689|pir||VCLJGL                TWQVLS-QTGDVVWDTKAVQPPWTWWPTLKPDVCALAASLESWD---IPG 101
gi|74707|pir||VCMVSS                TWVITNVQTNSQANATSMLGTLTDAYPTLHVDLCDLVG--DTWE---PIV 92
gi|119431|sp|P04582|ENV_HV1B8       GVPVWKEATTTLFCASDAKAYDTEVHNVWATHACVPTDPNPQEV---VLV 87
gi|74661|pir||VCLJSI                GVPVWHDADPVLFCASDAKAHSTEAHNIWATQACVPTDPSPQEV---FLP 86
gi|119462|sp|P04577|ENV_HV2RO       GVPTWKNATIPLFCA-------TRNRDTWGTIQCLPDNDDYQEI---TLN 67
gi|74682|pir||VCLJVS                EVRKGNQCQAEEVIALVSDPGGFQRVQHVETVPVTCVTKNFTQWGCQPEG 150
gi|74722|pir||VCLJLK                WNRDINVFGPVIDWNVTHQATYQQLKAARLTRSLKVEHPHISYIS-INMS 143
gi|12958609|gb|AAK09373.1|AF32      EPQILIEDTDHVFRQRASDMFAQEPEYTEKRNLNHRRRSEFSGNQDTDFA 87
gi|6016596|sp|O61703|MPCP_CHOF      -----------MFSSLLEAAKSSPFHGPLTPARCDAPAQGMAAS------
                                                                                      

 

gi|74716|pir||VCLJSA                TNSLTTVSCSTYTAYSVTNS------------LKWQCVSTPT--------
gi|9627213|ref|NP_056894.1|         INSLTTVSCSTHTAYSVTNS------------LKWQCVSTPT--------
gi|1706658|sp|P51515|ENV_SRV2       TVYLAAVSCSSHTAYQPSDS------------LKWRCVSNPT--------
gi|119398|sp|P10269|ENV_BAEVM       SDRVSQVTCSGKTAYLMPD-------------QRWKCKSIPK--------
gi|1143545|emb|CAA61093.1|          PNSIQQVTCPGKTAYLMTN-------------QKWKCRVTPK--------
gi|9627018|ref|NP_041262.1|         PTYTQVTDCGDKNAYLTYDT-----NWNGVSSPKWLCVRKPPS-------
gi|11055586|gb|AAG28161.1|AF28      TAFTRAIDCGNKIAYLQYHH-----TGTGISRQSYQCVRKVKI-------
gi|28927670|gb|AAF81698.2|AF24      TYYTNSLDCGSSTAYLTYGSGTGSWGWGGGFRQQWECVFKPKI-------
gi|20149612|ref|NP_055405.2|        SPYQEFLWRMQRPGNIDAPS--------------YRSLSKGT--------
gi|13310191|gb|AAK18189.1|AF33      SPYQEFLWRTRLPGNIDAPS--------------YRSLSKGN--------
gi|8439396|emb|CAB94192.1|          ISLSSSAYTAVPAVQTDWATSP----------ISLHLRTSFN--------
gi|16024911|gb|AAL11491.1|          ISLSSSAYTAVPTLQTDWATSP----------ISLHLRTSCN--------
gi|27734142|ref|NP_775596.1|        LSTQTQRSLAVPAPLSIWTDTP----------MKLHLTYSVRPFSGSFSI 87
gi|119466|sp|P23064|ENV_HTL1M       LALSADQALQPPCPNLVSY-------------SSYHATYSLY--------
gi|119467|sp|P03383|ENV_HTLV2       NSLTTDQRLHPPCPNLITY-------------SGFHKTYSLY--------
gi|4027915|gb|AAC96087.1|           SDVSASKRIRPLDSNYNNANKQ--ISWGAIGCSYPRARTRIA--------
gi|74689|pir||VCLJGL                TDVSSSKRVRPPDSDYTAAYKQ--ITWGAIGCSYPRARTRMA--------
gi|74707|pir||VCMVSS                LDPSNVKHG----ARYSSS---------KYGCKTTDRKKQQQ--------
gi|119431|sp|P04582|ENV_HV1B8       NVTENFNMWKNDMVEQMHEDIIS----------LWDQSLKPCVKLTPLCV 127
gi|74661|pir||VCLJSI                NVIESFNMWKNNMVDQMHEDIIS----------LWDQSLKPCVKLTPLCV 126
gi|119462|sp|P04577|ENV_HV2RO       -VTEAFDAWNNTVTEQAIEDVWH----------LFETSIKPCVKLTPLCV 106
gi|74682|pir||VCLJVS                AYPDPELEYRNISREILEEVYKQDWPWNTYHWPLWQMENMRQWMKENEKE 200
gi|74722|pir||VCLJLK                SIPQGVMYTPHPEPIILKERVLGISQVLMINSENIANVANLSQETKVLLT 193
gi|12958609|gb|AAK09373.1|AF32      SSGETYSAYTSDDPLIIHTNKG-----------KIRGITQTATTG-----
gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                TASPT-HIGSCPSQCNSQSYDSVHA-------------------------
gi|9627213|ref|NP_056894.1|         TPSNT-HIGSCPGECNTISYDSVHA-------------------------
gi|1706658|sp|P51515|ENV_SRV2       LANGE-NIGNCP--CKTFK-ESVHS-------------------------
gi|119398|sp|P10269|ENV_BAEVM       DTSPSGPLQECP--CNSYQ-SSVHS-------------------------
gi|1143545|emb|CAA61093.1|          ISPSGGELQNCP--CNTFQ-DSMHS-------------------------
gi|9627018|ref|NP_041262.1|         IPVINGRPGPCPSECTNNIKSQMHS-------------------------
gi|11055586|gb|AAG28161.1|AF28      IPQNNGIPGPCPSDCVY--LQALHS-------------------------
gi|28927670|gb|AAF81698.2|AF24      IPSVQGQPGPCPSECLT-IATQMHS-------------------------
gi|20149612|ref|NP_055405.2|        --------------PTFTAHTHMPR-------------------------

Page 2 of 10

11/29/2003http://www.ebi.ac.uk/servicestmp/clustalw-20031129-07305891.aln

http://www.ebi.ac.uk/servicestmp/clustalw2003112907305891.aln


gi|13310191|gb|AAK18189.1|AF33      --------------STFTAHTHMPR-------------------------
gi|8439396|emb|CAB94192.1|          -----SPHLYPPEELIYFLDRSSKT-------------------------
gi|16024911|gb|AAL11491.1|          -----SPHLYPPEELIYFLDRSSKT-------------------------
gi|27734142|ref|NP_775596.1|        SDIERRLRLFRPLTASYSFHNPDRR-------------------------
gi|119466|sp|P23064|ENV_HTL1M       LFPHWIKKPNRNGGGYYSASYSDPC-------------------------
gi|119467|sp|P03383|ENV_HTLV2       LFPHWIKKPNRQGLGYYSPSYNDPC-------------------------
gi|4027915|gb|AAC96087.1|           NSPFYVCPRDGRTLS-EARRCGELE-------------------------
gi|74689|pir||VCLJGL                SSTFYVCPRDGRTLS-EARRCGGLE-------------------------
gi|74707|pir||VCMVSS                TYPFYVCPGHAPSMGPKGTHCGGAH-------------------------
gi|119431|sp|P04582|ENV_HV1B8       SLKCTDLKNDTNTNSSSGRMIMEKG-------------------------
gi|74661|pir||VCLJSI                TLQCSKANFSQAKNLTN-QTSSPPL-------------------------
gi|119462|sp|P04577|ENV_HV2RO       AMKCSSTESSTGNNTTSKSTSTTTTTPTDQEQEISEDTPCARADNCSGLG 156
gi|74682|pir||VCLJVS                YKERTNKTKEDIDDLVAGRIRGRFCVPYPYALLRCEEWCWYPESINQETG 250
gi|74722|pir||VCLJLK                DMINEELQDLSNQMIDFELPLGDPR----------------------DQD 221
gi|12958609|gb|AAK09373.1|AF32      KLVDAWLGIPYAKKPIGDLRFRHPR-------------------------
gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                -----TCYNHYQQCTIGNKTYLTATMIRDKSPSSGDG---------NVPT 143
gi|9627213|ref|NP_056894.1|         -----SCYNHYQQCNIGNKTYLTATITGDRTPAIGDG---------NVPT 143
gi|1706658|sp|P51515|ENV_SRV2       -----SCYTAYQECFFGNKTYYTAILASNRAPTIGTS---------NVPT 140
gi|119398|sp|P10269|ENV_BAEVM       -----SCYTSYQQCRSGNKTYYTATLLKTQT---GGT---------SDVQ 133
gi|1143545|emb|CAA61093.1|          -----SCYTEYRQCRRINKTYYTATLLKIRS---GSL---------NEVQ 133
gi|9627018|ref|NP_041262.1|         -----SCYSSFSQCTQGNNTYFTAILQRTKSTSET-----------NPVT 147
gi|11055586|gb|AAG28161.1|AF28      -----LCYTSTQQCTGKSGTYLTSRQQRAYGGSTGGDW--------GPIQ 145
gi|28927670|gb|AAF81698.2|AF24      -----TCYEKAQECTLLGKTYFTAILQKTKLGSYE---------------
gi|20149612|ref|NP_055405.2|        -----NCYHSATLCMHANTHYWTG--------------------------
gi|13310191|gb|AAK18189.1|AF33      -----NCYNSATLCMHANTHYWTG--------------------------
gi|8439396|emb|CAB94192.1|          -----SPDISHQQAAALLRTYLKNLSPYIN-----------------STP 147
gi|16024911|gb|AAL11491.1|          -----SPDISHQQAAALLRTYLKNLSPYIN-----------------STP 147
gi|27734142|ref|NP_775596.1|        -----AIAFLQLVSSTGIFRIITRITSVIYPHKDRFFE--------SAQR 149
gi|119466|sp|P23064|ENV_HTL1M       -----SLKCPYLGCQSWTCPYTGAVSS-----------------------
gi|119467|sp|P03383|ENV_HTLV2       -----SLQCPYLGCQAWTSAYTGPVSS-----------------------
gi|4027915|gb|AAC96087.1|           -----SLYCKEWGCETTGNVHWQPRSSWDLITVKWGRNRQWEQNMLSVCE 203
gi|74689|pir||VCLJGL                -----SLYCKEWDCETTGTGYWLSKSSKDLITVKWDQNSEWTQ-KFQQCH 209
gi|74707|pir||VCMVSS                -----DGFCAAWGCETTGEAWWKPTSSWDYITVKRGSS------QDTSCE 185
gi|119431|sp|P04582|ENV_HV1B8       --EIKNCSFNISTSKRGKVQKEYAFFYKLDIIPIDNDTT-------SYTL 193
gi|74661|pir||VCLJSI                --EMKNCSFNVTTELRDKKKQVYSLFYVEDVVNLGNENN-------TYRI 191
gi|119462|sp|P04577|ENV_HV2RO       EEETINCQFNMTGLERDKKKQYNETWYSKDVVCETNNSTN----QTQCYM 202
gi|74682|pir||VCLJVS                HAEKIKINCTKAKAVSCTEKMPLAAVQRVYWEKEDEESMKFLNIKACNIS 300
gi|74722|pir||VCLJLK                QYIHHKCYQEFAHCYLVKYKKPSPWISEGIIVDQCPLPRIHDP-NYYKYQ 270
gi|12958609|gb|AAK09373.1|AF32      ---PIDRWDTTTPETILNCTTPPNTCVQIFDTLFGDFPG--------ATM 185
gi|6016596|sp|O61703|MPCP_CHOF      ------AAPVGDSCEFGSTKYFALCG------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                ILGNNQNLIIAGCPENKKGQVVCWNSQPSVHMSDG-----------GGPQ 182
gi|9627213|ref|NP_056894.1|         VLGTSHNLITAGCPNGKKGQVVCWNSRPSVHISDG-----------GGPQ 182
gi|1706658|sp|P51515|ENV_SRV2       VLGNTHNLLSAGCTGN-VGQPICWNPKAPVHISDG-----------GGPQ 178
gi|119398|sp|P10269|ENV_BAEVM       VLGSTNKLIQSPCNGI-KGQSICWSTTAPIHVSDG-----------GGPL 171
gi|1143545|emb|CAA61093.1|          ILQNPNQLLQSPCRGS-INQPVCWSATAPIHISDG-----------GGPL 171
gi|9627018|ref|NP_041262.1|         SGLQPHGVLQAGCDGT-VGKSVCWNQQAPIHVSDG-----------GGPQ 185
gi|11055586|gb|AAG28161.1|AF28      ISGPTNKYAQASCDKINIGKNVCWSLHAPIHVSDG-----------GGPT 184
gi|28927670|gb|AAF81698.2|AF24      --DGPNKLLQASCTGT-IGKPVCWDPVAPVYVSDG-----------GGPT 191
gi|20149612|ref|NP_055405.2|        ------KMINPSCPGG-LGVTVCWTYFTQTGMSDG-----------GGVQ 121
gi|13310191|gb|AAK18189.1|AF33      ------KMINPSCPGG-LGATVCWTYFTHTSMSDG-----------GGIQ 121
gi|8439396|emb|CAB94192.1|          PIFGPLTTQTTIPVAAPLCIS---WQRPTGIPLGN-----------LSPS 183
gi|16024911|gb|AAL11491.1|          PIFGPLTTQTTIPVAAPLCIS---WQRPTGIPLGN-----------LSPS 183
gi|27734142|ref|NP_775596.1|        PLWGPLFTETVLRSQAPLCISRFFKVSAYATFVGN-----------LSAS 188
gi|119466|sp|P23064|ENV_HTL1M       -PYWKFQQDVNFTQEVSR-------LNINLHFSKC-----------GFP
gi|119467|sp|P03383|ENV_HTLV2       -PSWKFHSDVNFTQEVSQ-------VSLRLHFSKC-----------GSS

Page 3 of 10

11/29/2003http://www.ebi.ac.uk/servicestmp/clustalw-20031129-07305891.aln

http://www.ebi.ac.uk/servicestmp/clustalw2003112907305891.aln


gi|4027915|gb|AAC96087.1|           QTGWCNPLKIDFTEKGKHSRDWIKGRTWGLRFNVA-----------GHPG 242
gi|74689|pir||VCLJGL                QTGWCNPLKIDFTDKGKLSKDWITGKTWGLRFYVS-----------GHPG 248
gi|74707|pir||VCMVSS                KN--CNPLVLQFTQKGRQ-ASWDGPKLWGLRLYRT-----------GYDP 221
gi|119431|sp|P04582|ENV_HV1B8       TSCNTSVITQACPKVSFEPIPIHYCAPAGFAILKC-----------NNKT 232
gi|74661|pir||VCLJSI                INCNTTAITQACPKTSFEPIPIHYCAPAGFAILKC-----------NDKD 230
gi|119462|sp|P04577|ENV_HV2RO       NHCNTSVITESCDKHYWDAIRFRYCAPPGYALLRC-----------NDTN 241
gi|74682|pir||VCLJVS                LRCQDEGKSPGGCVQGYPIPKGAEIIPEAMKYLRGKKSRYGGIKDKNGEL 350
gi|74722|pir||VCLJLK                PIWDYYLKIQNIRPQGWTSKSYYGTARMGSFYIPT----------FLRNN 310
gi|12958609|gb|AAK09373.1|AF32      WNPNSPVSEDCLYINVVVPKPRPQNAAVMVWIFGG----------GFYSG 225
gi|6016596|sp|O61703|MPCP_CHOF      -------------LGGILSCGITHTAVVPLDLVKCR--------------
                                                                                      

 

gi|74716|pir||VCLJSA                DKVREIIVNKKFEELHKSLFPELSYHPLAL----------PEARGKEKID 222
gi|9627213|ref|NP_056894.1|         DKARDIIVNKKFEELHRSLFPELSYHPLAL----------PEARGKEKID 222
gi|1706658|sp|P51515|ENV_SRV2       DKAREIAVQKRLEEIHKSLFPELRYHPLAL----------PKARGKEKID 218
gi|119398|sp|P10269|ENV_BAEVM       DTTRIKSVQRKLEEIHKALYPELQYHPLAI----------PKVRDNLMVD 211
gi|1143545|emb|CAA61093.1|          DTKRVWTVQKRLEQIHKAMTPELQYHPLAL----------PKVRDDLSLD 211
gi|9627018|ref|NP_041262.1|         DAVRELYVQKQIELVIQSQFPKLSYHPLAR----------SKPRG-PDID 224
gi|11055586|gb|AAG28161.1|AF28      DQIREMEVKERVDEIIRAMYPPLQYHPLAL----------PRGRG-VDLD 223
gi|28927670|gb|AAF81698.2|AF24      DMIREESVRERLEEIIRHSYPSVQYHPLAL----------PRPRG-VDLD 230
gi|20149612|ref|NP_055405.2|        DQAREKHVKEVISQLTRVHGTSSPYKGLDL----------SKLHETLRTH 161
gi|13310191|gb|AAK18189.1|AF33      GQAREKQVKEAISQLTRGHSTPSPYKGLVL----------SKLHETLRTH 161
gi|8439396|emb|CAB94192.1|          RCSFTLHLRSPTTNINETIG---AFQLHITD-------KPSINTDKLKNI 223
gi|16024911|gb|AAL11491.1|          RCSFTLHLRSPTTNINETIG---AFQLHITD-------KPSINTDKLKNI 223
gi|27734142|ref|NP_775596.1|        LCNYTMHISPSTSHENLDLSTTHTFKQAMKR-------PDAKWKNPLRFS 231
gi|119466|sp|P23064|ENV_HTL1M       -----------FSLLVDAPGYDPIWFLNTEP-------------SQLPPT 186
gi|119467|sp|P03383|ENV_HTLV2       -----------MTLLVDAPGYDPLWFITSEP-------------TQPPPT 182
gi|4027915|gb|AAC96087.1|           VQLT--IRLKVTSMPAVAVGPDPVLAEQRPP--SKPLPP--PSREAPPTS 286
gi|74689|pir||VCLJGL                VQFT--IRLKITNMPAVAVGPDLVLVEQGPPRTSLALPPPLPPREAPPPS 296
gi|74707|pir||VCMVSS                IALFSVSRQVSTIMPPQAMGPNLVLPEQKPP--SRQSQT----KSKVATQ 265
gi|119431|sp|P04582|ENV_HV1B8       FNGTGP-CTNVSTVQCTHGIRPVVSTQLLLNGSLAEEEVVIRSVNFTDNA 281
gi|74661|pir||VCLJSI                FSGKGK-CTNVSTVHCTHGIKPVVTTQLLINGSLAEGNITVRVENKSKNT 279
gi|119462|sp|P04577|ENV_HV2RO       YSGFAPNCSKVVASTCTRMMETQTSTWFGFNGTRAENRTYIYWHG-RDNR 290
gi|74682|pir||VCLJVS                KLPLSVRVWVRMANLSGWVNGTPPYWSARINGSTGINGTRWYGVGTLHHL 400
gi|74722|pir||VCLJLK                TVSHVLFCSDQLYGKWYNIENNIQENEQLLKTKLYNLTTYSKLKARALPK 360
gi|12958609|gb|AAK09373.1|AF32      SATLDIYDPKILVSEENVILVSMQYRVASLG ---------FLYFDTEDVP 266
gi|6016596|sp|O61703|MPCP_CHOF      --------LQVDADKYKNVVNGFRVSVREEG-------------------
                                                                                      

 

gi|74716|pir||VCLJSA                AHTF---------DLLATVHSLLNVSS----QRQLAEDCWLCLRSGDPVP 259
gi|9627213|ref|NP_056894.1|         AHTL---------DLLATVHSLLNAS-----QPSLAEDCWLCLQSGDPVP 258
gi|1706658|sp|P51515|ENV_SRV2       AQTF---------NLLTATYSLLNKS-----NPNLANECWLCLPSGNPIP 254
gi|119398|sp|P10269|ENV_BAEVM       AQTL---------NILNATYNLLLMS-----NTSLVDDCWLCLKLGPPTP 247
gi|1143545|emb|CAA61093.1|          ARTF---------DILNTTFRLLQMS-----NFSLAQDCWLCLKLGTPTP 247
gi|9627018|ref|NP_041262.1|         AQML---------DILSATHQALNIS-----NPSLAQNCWLCLNQGTSMP 260
gi|11055586|gb|AAG28161.1|AF28      VQTY---------DILASTHKALNIT-----NPDLAKDCWLCMTLGTPMP 259
gi|28927670|gb|AAF81698.2|AF24      PQTS---------DILEATHQVLNAT-----NPQLAENCWLCMTLGTPIP 266
gi|20149612|ref|NP_055405.2|        TRLV---------SLFNTTLTGLHEV-----SAQNPTNCWICLPLNFRPY 197
gi|13310191|gb|AAK18189.1|AF33      TRLV---------SLFNTTLTRLHEV-----SAQNPTNCWMCLPLHFRPY 197
gi|8439396|emb|CAB94192.1|          SSN------------YCLGRHLPCIS----LHPWLSSPCSSDSPPRPSSC 257
gi|16024911|gb|AAL11491.1|          SSN------------YCLGRHLPCIS----LHPWLSSPCSSDSPPRPSSC 257
gi|27734142|ref|NP_775596.1|        GPPS---------LIFSKPAYYPCPTDIKHCHTSPATPWMHCPQAPFGTC 272
gi|119466|sp|P23064|ENV_HTL1M       APP------------LLPHSNLDHILE----PSIPWKSKLLTLVQ---
gi|119467|sp|P03383|ENV_HTLV2       SPP------------LVHDSDLEHVLT----PSTSWTTKILKFIQ---
gi|4027915|gb|AAC96087.1|           LPP------AASGQAPTVRERTVTLST----PPPTTGDRLFGLVQGAFLA 326
gi|74689|pir||VCLJGL                LPDSNSTALATSAQTPTVRKTIVTLNT----PPPTTGDRLFDLVQGAFLT 342
gi|74707|pir||VCMVSS                KPQ-------TNGTTPRS-VAPATMSP----KRIGTRDRLINLVQGTYLA 303
gi|119431|sp|P04582|ENV_HV1B8       KTIIVQLDTSVEINCTRPNNNTRKKIRIQRGPGRAFVTIG-KIGNM-RQA 329
gi|74661|pir||VCLJSI                DVWIVQLVEAVSLNCHRPGNNTRGEVQI--GPGMTFYNIENVVGDT-RSA 326
gi|119462|sp|P04577|ENV_HV2RO       TIISLNKYYNLSLHCKRPGNKTVKQIML--MSGHVFHSHYQPINKRPRQA 338
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gi|74682|pir||VCLJVS                GYNISSNPEGGICNFTGELWIGGDRFPYYYKPSWNCSQNWTGHPVWHVFR 450
gi|74722|pir||VCLJLK                EWNN-----QGNARLFRSFNPLDVCNRPEAVLLLNTTYFTYSLWEGDCNY 405
gi|12958609|gb|AAK09373.1|AF32      GNAG----------LFDQLMALQWVHENIKLFGGNPNNVTLFGESAGAVS 306
gi|6016596|sp|O61703|MPCP_CHOF      -------------------------------LRGLAKGWAPTFIGYSLQG 118
                                                                                      

 
gi|74716|pir||VCLJSA                LALPYDNTSCSNSTFFFNCSNCSCLITPPFLVQPFNFT------HSVCLY 303
gi|9627213|ref|NP_056894.1|         LALPYNDTLCSN---FACLSNHSCPLTPPFLVQPFNFT------DSNCLY 299
gi|1706658|sp|P51515|ENV_SRV2       LAIPSNDS--------FLGSNLSCPIIPPLLVQPLEFMNL---INASCFY 293
gi|119398|sp|P10269|ENV_BAEVM       LAIPNFLLSY----VTRSSDNISCLIIPPLLVQPMQFS------NSSCLF 287
gi|1143545|emb|CAA61093.1|          LAIPTPSLTYS---LADSLANASCQIIPPLLVQPMQFS------NSSCLS 288
gi|9627018|ref|NP_041262.1|         LAFPVN-ISS------FNASQNNCTPSLPFRVQPMPSQ------VYPCFF 297
gi|11055586|gb|AAG28161.1|AF28      LALLTH-DLS------FAT---NCALSPPFRVQPMRPL------SAPCIE 293
gi|28927670|gb|AAF81698.2|AF24      AAIPANGNVT------LDG---NCSLSLPFRVQPTGSI------DVNCYA 301
gi|20149612|ref|NP_055405.2|        VSIPVPEQWNN-----FSTEINTTSVLVGPLVSNLEIT-----HTSNLTC 237
gi|13310191|gb|AAK18189.1|AF33      ISIPVPEQWNN-----FSTEINTTSVLVGPLVSNLEIT-----HTSNLTC 237
gi|8439396|emb|CAB94192.1|          LLIPSPENNSERLLVDTRRFLIHHENRTFPSTQLPHQS------PLQPLT 301
gi|16024911|gb|AAL11491.1|          LLIPSPENNSERLLVDTRRFLIHHENRTFPSTQLPHQS------PLQPLT 301
gi|27734142|ref|NP_775596.1|        YNLTLFEPDNSTHPVTMSVNPTHFKVKLQGHRDPYPLS------HYQPLT 316
gi|119466|sp|P23064|ENV_HTL1M       LQSTN----YTCIVCID----------------------------RASLS 235
gi|119467|sp|P03383|ENV_HTLV2       LQSTN----YSCMVCVD----------------------------RSSLS 231
gi|4027915|gb|AAC96087.1|           LNATNPGATESCWLCLAMGPPYYEGIASLGEVAYTSDHTR-CRWGTQGKL 375
gi|74689|pir||VCLJGL                LNATNPGATESCWLCLAMGPPYYEAIASSGEVAYSTDLDR-CRWGTQGKL 391
gi|74707|pir||VCMVSS                LNATDPNKTKDCWLCLVSRPPYYEGIAILGNYSNQTNPPPSCLSTPQHKL 353
gi|119431|sp|P04582|ENV_HV1B8       HCNISRAKWNATLKQIDSKLREQFG-----NNKTIIFKQSS-GGDPEIVT 373
gi|74661|pir||VCLJSI                YCKINGTTWNRTVEEVKKALATSSNR----TAANITLNRAS-GGDPEVTH 371
gi|119462|sp|P04577|ENV_HV2RO       WCWFKG-KWKDAMQEVKETLAKHPRYRGTNDTRNISFAAPGKGSDPEVAY 387
gi|74682|pir||VCLJVS                YLDMTEHMTSRCIQRPKRHNITVGNGTITGNCSVTNWDGCNCTRSGNHLY 500
gi|74722|pir||VCLJLK                TTALIQNLTECRQPDRLKLKHPYACRFWRYKEGQEEVKCLGNEKKKCLYY 455
gi|12958609|gb|AAK09373.1|AF32      VSLHLLSPLSRNLFNQAIMESGSSTAPWAILSREESFNRG --LKLAKAMG 354
gi|6016596|sp|O61703|MPCP_CHOF      LCKFG-------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                ADYQNNSFDIDVGLAGFTN------------------CSSYINIS-----
gi|9627213|ref|NP_056894.1|         AHYQNNSFDIDVGLASFTN------------------CSSYYNVST----
gi|1706658|sp|P51515|ENV_SRV2       SPFQNNSFDVDVGLVEFAN------------------CSTTLNIS-----
gi|119398|sp|P10269|ENV_BAEVM       SPSYNSTEEIDLGHVAFSN------------------CTSITNVT-----
gi|1143545|emb|CAA61093.1|          SPFINDTEQIDLGAVTFTN------------------CTSVANVS-----
gi|9627018|ref|NP_041262.1|         KGAQNNSFDIPVGVANFVN------------------CSSSSNH------
gi|11055586|gb|AAG28161.1|AF28      APFRNSSYDLNVGHASFAL------------------CTSNHTFN--YT
gi|28927670|gb|AAF81698.2|AF24      GEADN-RTGIPIGYVHFTN------------------CTSIQEVSNETS
gi|20149612|ref|NP_055405.2|        VKFSNTTYTTNSQCIRWVT------------------PPT----------
gi|13310191|gb|AAK18189.1|AF33      VKFSNTIDTTSSQCIRWVT------------------PPT----------
gi|8439396|emb|CAB94192.1|          AAALAGSLGVWVQDTPFST------------------PSHLFTLH-----
gi|16024911|gb|AAL11491.1|          AAALAGSLGVWVQDAPFST------------------PSHLFTLH-----
gi|27734142|ref|NP_775596.1|        GAALSGQYSVWENEITVQENW----------DITSNIFSHLLSFS-----
gi|119466|sp|P23064|ENV_HTL1M       TWHVLYSPNVSVPS-SSSTP-------------------LLYPS------
gi|119467|sp|P03383|ENV_HTLV2       SWHVLYTPNISIPQQTSSRT-------------------ILFPS------
gi|4027915|gb|AAC96087.1|           TLTEVSGHGLCIGKVPSTHQ-------------------HLCNQTLPIN
gi|74689|pir||VCLJGL                TLTEVSGHGLCIGKVPFTHQ-------------------HLCNQTLSIN
gi|74707|pir||VCMVSS                TISEVSGQGLCIGTVPRTHQ-------------------ALCNKTQQGH
gi|119431|sp|P04582|ENV_HV1B8       HSFNCGGEFFYCNSTQLFNSTWSTKGSNNTEGSDTITLPCRIKQIINMW
gi|74661|pir||VCLJSI                HMFNCGGEFFYCNTSQIFT-------DNITNG--IIILPCRIRQIVSSW
gi|119462|sp|P04577|ENV_HV2RO       MWTNCRGEFLYCNMTWFLN-----WIENKTHR---NYAPCHIKQIINTW
gi|74682|pir||VCLJVS                NSTSGGLLVIICRQNSTITGIMGTNTNWTTMWNIYQNCSRCNNSSLDRTG 550
gi|74722|pir||VCLJLK                SEYSSPEAQFDFGFLSYLNAFPG------LKYIENQTVREPEYEVYSLYM 499
gi|12958609|gb|AAK09373.1|AF32      CPDDRNTIHKTVECLRKANS------------------------------
gi|6016596|sp|O61703|MPCP_CHOF      EVFKVQYNNMLDEETAYTYR------------------------------
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gi|74716|pir||VCLJSA                ---------KPSSPLCAPNSSVFVCGNNKAYTYLPTNW------------
gi|9627213|ref|NP_056894.1|         -------ASKPSNSLCAPNSSVFVCGNNKAYTYLPTNW------------
gi|1706658|sp|P51515|ENV_SRV2       ------------HSLCAPNSSVFVCGNNKAYTYLPSNW------------
gi|119398|sp|P10269|ENV_BAEVM       ------------GPICAVNGSVFLCGNNMAYTYLPTNW------------
gi|1143545|emb|CAA61093.1|          ------------SPLCALNGSVFLCGNNMAYTYLPQNW------------
gi|9627018|ref|NP_041262.1|         -----------SEALCPGPGQAFVCGNNLAFTALPANW------------
gi|11055586|gb|AAG28161.1|AF28      -------VERTPHLLCPTPGRAFVCGGNMAFLALPSNW------------
gi|28927670|gb|AAF81698.2|AF24      -------HIRNLTRLCPPPGHVFVCGNNMAYTALPNKW------------
gi|20149612|ref|NP_055405.2|        ------------QIVCLPSGIFFVCGTS-AYRCLNGSS------------
gi|13310191|gb|AAK18189.1|AF33      ------------RIVCLPSGIFFVCGTS-AYHCLNGSS------------
gi|8439396|emb|CAB94192.1|          ------------LQFCLAQG-LFFLCGSSTYMCLPANW------------
gi|16024911|gb|AAL11491.1|          ------------LQFCLAQG-LFFLCGSSTYMCLPANW------------
gi|27734142|ref|NP_775596.1|        ------------YAFCLNSSGVFFLCGTSTYICLPANW------------
gi|119466|sp|P23064|ENV_HTL1M       ---------------LALPAPHLTLPFNWTHCFDPQIQAI----------
gi|119467|sp|P03383|ENV_HTLV2       ---------------LALPAP-PSQPFPWTHCYQPRLQAI----------
gi|4027915|gb|AAC96087.1|           -------SSKDHQYLLPFNYSWWACSTGLTPCLSTSVFNQ----------
gi|74689|pir||VCLJGL                -------SSGDHQYLLPSNHSWWACSTGLTPCLSTSVFNQ----------
gi|74707|pir||VCMVSS                -------TG--AHYLAAPNGTYWACNTGLTPCISMAVLNW----------
gi|119431|sp|P04582|ENV_HV1B8       -------QEVGKAMYAPPISGQIRCSSNITGLLLTRDGGNSNNE-SEIFR 464
gi|74661|pir||VCLJSI                -------MRVGRGIYAPPIRGNITCNSNITGLLLTSDTPVTNNSGNLTFR 454
gi|119462|sp|P04577|ENV_HV2RO       -------HKVGRNVYLPPREGELSCNSTVTSIIANIDWQN-NNQTNITFS 470
gi|74682|pir||VCLJVS                SGTLGTVNNLKCSLPHRNESNKWTCKSQRDSYIAGRDFWG-------KVK 593
gi|74722|pir||VCLJLK                ECMNSAEKYGIDSVLFALKTFLNFTGTPVNEMSTARAFVGLTDPKFPPTY 549
gi|12958609|gb|AAK09373.1|AF32      -----------SVMVEKEWDHVAICFFPFVPVVDGAFLDDHP--------
gi|6016596|sp|O61703|MPCP_CHOF      ----------TFVYLAASASAEFFADIALSPLEAAKVR------------
                                                                                      

 

gi|74716|pir||VCLJSA                ------TGSCVLATLLPDIDIIPGSEPVPIPAIDHFLGRPK---------
gi|9627213|ref|NP_056894.1|         ------TGSCVLATLLPDIDIIPGSEPVPIPAIDHFLGKAK---------
gi|1706658|sp|P51515|ENV_SRV2       ------TGTCVLATLLPDIDIVPGDAPVPVPAIDHYLHRAR---------
gi|119398|sp|P10269|ENV_BAEVM       ------TGLCVLATLLPDIDIIPGDEPVPIPAIDHFIYRPK---------
gi|1143545|emb|CAA61093.1|          ------TRLCVQASLLPDIDINPGDEPVPIPAIDHYIHRPK---------
gi|9627018|ref|NP_041262.1|         ------TGSCVLAALLPDIDIISGDDPVPIPTFDYIAGRQK---------
gi|11055586|gb|AAG28161.1|AF28      ------TGLCVQASILPDINIISGDQPVPLPSIDYIAGRPK---------
gi|28927670|gb|AAF81698.2|AF24      ------IGLCILASIVPDMSIISGEEPIPLPSIEYTAGRHK---------
gi|20149612|ref|NP_055405.2|        ------ESMCFLSFLVPPMTIYTEQD-----LYNYVISKPRN--------
gi|13310191|gb|AAK18189.1|AF33      ------ESMCFLSFLVPPMTIYTEQD-----LYNHVVPKPHN--------
gi|8439396|emb|CAB94192.1|          ------TGTCTLVFLTPKIQFANGTEELPVPLMTPTQQ------------
gi|16024911|gb|AAL11491.1|          ------TGTCTLVFLTPKIQFANGTEELPVPLMTPTQQ------------
gi|27734142|ref|NP_775596.1|        ------SGVCTLVFQYPDIELLPNNQTVPVPLFASVLSSDSVLRP-----
gi|119466|sp|P23064|ENV_HTL1M       -----VSSPCHNSLILPPFSLSPVPTLGSRSR----RAVPV---------
gi|119467|sp|P03383|ENV_HTLV2       -----TTDNCNNSIILPPFSLAPVPPPATRRR----RAVPI---------
gi|4027915|gb|AAC96087.1|           -----SRDFCIQIQLIPRIYYHPEGTLLQAYDNSHPRLKRE---------
gi|74689|pir||VCLJGL                -----TRDFCIQVQLIPRIYYYPEEVLLQAYDNSHPRTKRE---------
gi|74707|pir||VCMVSS                -----TSDFCVLIELWPRVTYHQPEYIYTHFD-KAVRFRRE---------
gi|119431|sp|P04582|ENV_HV1B8       PGGGDMRDNWRSELYKYKVVKIEPLGVAPTKAKRRVVQREK---------
gi|74661|pir||VCLJSI                PTGGNMKDIWRSELYKYKVVRIEPLSVAPTKARRHTVARQKDRQK-----
gi|119462|sp|P04577|ENV_HV2RO       ---AEVAELYRLELGDYKLVEITPIGFAPTKEKRYSSAHGR---------
gi|74682|pir||VCLJVS                AKYSCESNLGGLDSMMHQQMLLQRYQVIRVRAYTYGVVEMPQSYMEERGE 643
gi|74722|pir||VCLJLK                PNITKEQKRCNNLKRRKRSTNIEKLRSMGYSLTGAVQTLSQISDINDE
gi|12958609|gb|AAK09373.1|AF32      -----QKSLSTNNFKKTNILMGSNSEEGYYSIFYYLTELFKK--------
gi|6016596|sp|O61703|MPCP_CHOF      ------------IQTMPGVRQHTARRVAQDGPERGAWARST---------
                                                                                      

 

gi|74716|pir||VCLJSA                -------------RAIQFIPL-VIG-LGITT---AVSTGTAGLGVS----
gi|9627213|ref|NP_056894.1|         -------------RAIQLIPL-FVG-LGITT---AVSTGAAGLGVS----
gi|1706658|sp|P51515|ENV_SRV2       -------------RAVQFIPL-LVG-LGITT---AVSTGTAGLGYS----
gi|119398|sp|P10269|ENV_BAEVM       -------------RAIQFIPL-LAG-LGITA---AFTTGATGLGVS----
gi|1143545|emb|CAA61093.1|          -------------RAVQFIPL-LAG-LGITA---AFTTGATGLGVS----
gi|9627018|ref|NP_041262.1|         -------------RAVTLIPL-LVG-LGVST---AVATGTAGLGVA----
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gi|11055586|gb|AAG28161.1|AF28      -------------RAVAFIPL-LVG-LGVAG---AMTTGSAGLGVA----
gi|28927670|gb|AAF81698.2|AF24      -------------RAVQFIPL-LVG-LGITG---ATLAGGTGLGVS----
gi|20149612|ref|NP_055405.2|        -------------KRVPILPF-VIG-AGVLG---ALGTGIGGITTS----
gi|13310191|gb|AAK18189.1|AF33      -------------KRVPILPF-VIR-AGVLG---RLGTGIGSITTS----
gi|8439396|emb|CAB94192.1|          ------------KRVIPLIPL-MVG-LGLSASTVALGTGIAGISTS----
gi|16024911|gb|AAL11491.1|          ------------KRVIPLIPL-MVG-LGLSA-------------------
gi|27734142|ref|NP_775596.1|        ------------KRSPHLFPF-LAG-LGISS---ALGTGIAGLATS----
gi|119466|sp|P23064|ENV_HTL1M       -------------AVWLVSAL-AMG----AGVAGGI-TGSMSLASG----
gi|119467|sp|P03383|ENV_HTLV2       -------------AVWLVSAL-AAG----TGIAGGV-TGSLSLASS----
gi|4027915|gb|AAC96087.1|           -------------PVSLTLAV-LLG----LGIAAGIGTGSTALIKGPMDL 506
gi|74689|pir||VCLJGL                -------------AVSLTLAV-LLG----LGITAGIGTGSTALIKGPIDL 522
gi|74707|pir||VCMVSS                -------------PISLTVAL-MLGGLTVGGIAAGVGTGTKALLET----
gi|119431|sp|P04582|ENV_HV1B8       -------------RAVGIGAL-FLGFLGAAG--STMGAASMTLTVQARQL 539
gi|74661|pir||VCLJSI                ------------RAAFGLGAL-FLGFLGAAG--STMGAAAVTLTVQARQL 534
gi|119462|sp|P04577|ENV_HV2RO       -------------HTRGVFVLGFLGFLATAG--SAMGAASLTVSAQSRTL 543
gi|74682|pir||VCLJVS                NRRSRRNLQRKKRGIGLVIVLAIMAIIAAAG--AGLGVANAVQQSYTRTA 691
gi|74722|pir||VCLJLK                ----------RLQQGVSLLRDHVVTLMEAALHDITIMEGMLAIQHVHTHL 637
gi|12958609|gb|AAK09373.1|AF32      ------------EENVMVSRENFIKAIGQLNPNADAAVKSAIEFEY----
gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                -----------LTQYTKLSHQLISDVQAISSTIQDLQDQVDSLAEVVLQN 461
gi|9627213|ref|NP_056894.1|         -----------ITQYTKLSHQLISDVQAISSTIQDLQDQVDSLAEVVLQN 460
gi|1706658|sp|P51515|ENV_SRV2       -----------ITQYTKLSRQLISDVQAISSTIQDLQDQVDSLAEVVLQN 448
gi|119398|sp|P10269|ENV_BAEVM       -----------VTQYTKLSNQLISDVQILSSTIQDLQDQVDSLAEVVLQN 442
gi|1143545|emb|CAA61093.1|          -----------VTQYTKLSHQLISDVQVLSGTIQDLQDQVDSLAEVVLQN 443
gi|9627018|ref|NP_041262.1|         -----------VQSYTKLSHQLINDVQALSSTINDLQDQLDSLAEVVLQN 452
gi|11055586|gb|AAG28161.1|AF28      -----------IHSYAKLSNQLINDVQTLSGTIHDLQDQIDSLAEVVLQN 455
gi|28927670|gb|AAF81698.2|AF24      -----------VHTYHKLSNQLIEDVQALSGTINDLQDQIDSLAEVVLQN 464
gi|20149612|ref|NP_055405.2|        -----------TQFYYKLSQELNGDMERVADSLVTLQDQLNSLAAVVLQN 382
gi|13310191|gb|AAK18189.1|AF33      -----------TQFYYKLSQEINGDMEQVTDSLVTLQDQLNSLAAVVLQN 382
gi|8439396|emb|CAB94192.1|          -----------VMTFRSLSNDFSASITDISQTLSVLQAQVDSLAAVVLQN 456
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        -----------TLYFQQLSKVLSETLEEIAASITTLQNQIDSLAGVVLQN 484
gi|119466|sp|P23064|ENV_HTL1M       ---------------KSLLHEVDKDISQLTQAIVKNHKNLLKIAQYAAQN 378
gi|119467|sp|P03383|ENV_HTLV2       ---------------KSLLLEVDKDISHLTQAIVKNHQNILRVAQYAAQN 374
gi|4027915|gb|AAC96087.1|           -----------QQGLTSLQIAMDADLRAIQDSISKLENSLTSLSEVALQN 545
gi|74689|pir||VCLJGL                -----------QQGLTSLQIAIDADLRALQDSVSKLEDSLTSLSEVVLQN 561
gi|74707|pir||VCMVSS                ------------AQFRQLQIAMHTDIQALEESISALEKSLTSLSEVVLQN 519
gi|119431|sp|P04582|ENV_HV1B8       -----------LSGIVQQQNNLLRAIEGQQHLLQLTVWGIKQLQARILAV 578
gi|74661|pir||VCLJSI                -----------LSGIVQQQNNLLKAIEAQQHLLQLSIWGVKQLQARLLAV 573
gi|119462|sp|P04577|ENV_HV2RO       -----------LAGIVQQQQQLLDVVKRQQELLRLTVWGTKNLQARVTAI 582
gi|74682|pir||VCLJVS                -----------VQSLANATAAQQEVLEASYAMVQHIAKGIRILEARVARV 730
gi|74722|pir||VCLJLK                NHLKTILLMRKIDWTFIKSNWIKEQLQKTEDEMKIIRRTAKSLVYYVTQT 687
gi|12958609|gb|AAK09373.1|AF32      -----------TDWFSPNDPEKNRNALDKMVGDYQFTCNVNEFAHKYALT 515
gi|6016596|sp|O61703|MPCP_CHOF      ---------------RALVPLWGRQIPYTMMKFACFEKTVELLYKHVVPK 237
                                                                                      

 

gi|74716|pir||VCLJSA                RRGLDLLTAE-------------------------------QGGICLALQ 480
gi|9627213|ref|NP_056894.1|         RRGLDLLTAE-------------------------------QGGICLALQ 479
gi|1706658|sp|P51515|ENV_SRV2       RRGLDLLTAE-------------------------------QGGICLALQ 467
gi|119398|sp|P10269|ENV_BAEVM       RRGLDLLTAE-------------------------------QGGICLALQ 461
gi|1143545|emb|CAA61093.1|          RRGLDLLTAE-------------------------------QGGICLALQ 462
gi|9627018|ref|NP_041262.1|         RRGLDLLTAE-------------------------------QGGICLALQ 471
gi|11055586|gb|AAG28161.1|AF28      RRGLDLLTAE-------------------------------QGGICLALQ 474
gi|28927670|gb|AAF81698.2|AF24      RRGLDLLTAE-------------------------------QGGICLALQ 483
gi|20149612|ref|NP_055405.2|        RRALDLLTAE-------------------------------RGGTCLFLG 401
gi|13310191|gb|AAK18189.1|AF33      RRALDLLTAK-------------------------------RGGTCLFLG 401
gi|8439396|emb|CAB94192.1|          RRGLDLLTAE-------------------------------KGGLCIFLN 475
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
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gi|27734142|ref|NP_775596.1|        RRALDLITAE-------------------------------KGGTCLFLQ 503
gi|119466|sp|P23064|ENV_HTL1M       RRGLDLLFWE-------------------------------QGGLCKALQ 397
gi|119467|sp|P03383|ENV_HTLV2       RRGLDLLFWE-------------------------------QGGLCKAIQ 393
gi|4027915|gb|AAC96087.1|           RRGLDLLFLK-------------------------------EGGLCAALK 564
gi|74689|pir||VCLJGL                RRGLDLLFLK-------------------------------EGGLCAALK 580
gi|74707|pir||VCMVSS                RRGLDILFLQ-------------------------------GGGLCAALK 538
gi|119431|sp|P04582|ENV_HV1B8       ERYLKDQQLLGIWGCSGKLICTTAVPWNASWS-NKSLEQIWNNMTWMEWD 627
gi|74661|pir||VCLJSI                ERYLQDQQILGLWGCSGKAVCYTTVPWNNSWPGSNSTDDIWGNLTWQQWD 623
gi|119462|sp|P04577|ENV_HV2RO       EKYLQDQARLNSWGCAFRQVCHTTVPW-----VNDSLAPDWDNMTWQEWE 627
gi|74682|pir||VCLJVS                EALVDMMVYQELDCWHYQHYCVTSTRSEVAN--YVNWTRFKDNCTWQQWE 778
gi|74722|pir||VCLJLK                SSSTTATSWEIGIYYEITIPKHIYLNNWQVIN----IGHLVESAGHLTLI 733
gi|12958609|gb|AAK09373.1|AF32      GNNVYMYYFK-------------------------------HRSLNNPWP 534
gi|6016596|sp|O61703|MPCP_CHOF      PRAECSKGEQ------------------------------------LVVT 251
                                                                                      

 

gi|74716|pir||VCLJSA                EKCCFYA-NKSGIVRDKIKNLQDDLEKRRKQLIDNPFWT------GFHGL 523
gi|9627213|ref|NP_056894.1|         EKCCFYA-NKSGIVRDKIKNLQDDLERRRRQLIDNPFWT------SFHGF 522
gi|1706658|sp|P51515|ENV_SRV2       EKCCFYA-NKSGIVRDKIKRLQEDLEKRRKEIIDNPFWT------GLHGL 510
gi|119398|sp|P10269|ENV_BAEVM       EKCCFYV-NKSGIVRDKIKTLQEELERRRKDLASNPLWT------GLQGL 504
gi|1143545|emb|CAA61093.1|          EKCCFYA-NKSGIVRNKIRTLQEELQKRRESLATNPLWT------GLQGF 505
gi|9627018|ref|NP_041262.1|         ERCCFYA-NKSGIVRDKIKNLQEDLEKRRKALADNLFLT------GLNGL 514
gi|11055586|gb|AAG28161.1|AF28      EKCCFYA-NKSGMVRDKIKKLQEELVQRRKELLNNPLWN------GLHGL 517
gi|28927670|gb|AAF81698.2|AF24      EKCCFYA-NKSGIVRDKIRKLQEDLIARKRALYDNPLWN------GLNGF 526
gi|20149612|ref|NP_055405.2|        EECCYYV-NQSGIVTEKVKEIRDRIQRRAEELRNTGPWG------LLSQW 444
gi|13310191|gb|AAK18189.1|AF33      EERCYYV-NQSRIVTEKVKEIRDRIQCRAEELQNTERWG------LLSQW 444
gi|8439396|emb|CAB94192.1|          EECCFYL-NQSGLVYDNIKKLKDRAQKLANQASNYAEPPW-----ALSNW 519
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        EECCFYV-NQSGIVRDAARKLQERASELGQHSDSWGQWP------DLGRW 546
gi|119466|sp|P23064|ENV_HTL1M       EQCCFLN-ITN----SHVSILQERP---PLENRVLTGWGLNWDLGLSQWA 439
gi|119467|sp|P03383|ENV_HTLV2       EQCCFLN-ISN----THVSVLQERP---PLEKRVITGWGLNWDLGLSQWA 435
gi|4027915|gb|AAC96087.1|           EECCFYV-DHSGAVRDSMRKLKERLDKRQLERQKNQNWYEGWFN-SSPWF 612
gi|74689|pir||VCLJGL                EECCFYI-DHSGAVRDSMKKLKEKLDKRQLERQKSQNWYEGWFN-NSPWF 628
gi|74707|pir||VCMVSS                EECCFYA-DHTGLVRDNMAKLRERLKQRQQLFDSQQGWFEGWFN-KSPWF 586
gi|119431|sp|P04582|ENV_HV1B8       REINNYT-SLIHSLIEESQNQQEKNEQELLELDKWASLWNWFNITNWLWY 676
gi|74661|pir||VCLJSI                KLVSNYT-GKIFGLLEEAQSQQEKNERDLLELDQWASLWNWFDITKWLWY 672
gi|119462|sp|P04577|ENV_HV2RO       KQVRYLE-ANISKSLEQAQIQQEKNMYELQKLNSWDIFGNWFDLTSWVKY 676
gi|74682|pir||VCLJVS                EEIEQHEGNLSLLLREAALQVHIAQRDARRIPDAWKAIQEAFNWSSWFSW 828
gi|74722|pir||VCLJLK                RVKHPYEVINKECTYEQYLHLEDCISQDYVICDTVQIVSPCGNSTTTSDC 783
gi|12958609|gb|AAK09373.1|AF32      KWTGVMHGDEISYVFGDPLNPNKRYEIEEIELSKKMMRYWTNFAKTGNPS 584
gi|6016596|sp|O61703|MPCP_CHOF      FAAGYIAGVFCAIVSHPADTVVSKLNQDKTATVGS --------IVGKLGF 293
                                                                                      

 

gi|74716|pir||VCLJSA                LPYVMPLLGPLLCLLLVLSFGPIIFNKLMTFIKHQ--------IESIQAK 565
gi|9627213|ref|NP_056894.1|         LPYVMPLLGPLLCLLLVLSFGPIIFNKLMTFIKHQ--------IESIQAK 564
gi|1706658|sp|P51515|ENV_SRV2       LPYLLPLLGPLFCLLLLITFGPLIFNKIITFVKQQ--------IDAIQAK 552
gi|119398|sp|P10269|ENV_BAEVM       LPYLLPFLGPLLTLLLLLTIGPCIFNRLTAFINDK--------LNIIHAM 546
gi|1143545|emb|CAA61093.1|          LPYLLPLLGPLLTLLLILTIGPCVFSRLMAFINDR--------LNVVHAM 547
gi|9627018|ref|NP_041262.1|         LPYLLPFLGPLFAIILFFSFAPWILRRVTALIRDQ--------LNSLLGK 556
gi|11055586|gb|AAG28161.1|AF28      LPYLLPLLGPLVGLLLLLSFGPWVFNRLTTFVKSQ--------VDSAIAR 559
gi|28927670|gb|AAF81698.2|AF24      LPYLLPLLGPLFGLILFLTLGPCIIKTLTRIIHDK--------IQAVKIL 568
gi|20149612|ref|NP_055405.2|        MPWILPFLGPLAAIILLLLFGPCIFNLLVNFVSSR--------IEAVK
gi|13310191|gb|AAK18189.1|AF33      MPWTLPFLGPLAAIIFLLLFGPCIFNFLVKFVSSR--------IEAVKLQ 486
gi|8439396|emb|CAB94192.1|          MSWVLPIVSPLIPIFLLLLFGPCIFRLVSQFIQNR--------IQAITNH 561
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        LPWLTPFLGPLLFLFFLLTFGSCLLNCLTRFVSQR--------LGSFVQD 588
gi|119466|sp|P23064|ENV_HTL1M       REALQTGITLVALLLLVILAGPCILRQLRHLPSRV--------RYPH--
gi|119467|sp|P03383|ENV_HTLV2       REALQTGITILALLLLVILFGPCILRQIQALPQRL--------QNRHNQY 477
gi|4027915|gb|AAC96087.1|           TTLLSTIAGPLLLLLLLLILGPCIINRLVQFINDR--------VSAVKIL 654
gi|74689|pir||VCLJGL                TTLLSTIAGPLLLLLLLLILGPCIINKLVQFINDR--------ISAC---
gi|74707|pir||VCMVSS                TTLISSIMGPLLILLLILLFGPCILNRLVQFVKDR--------ISVVQAL 628
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gi|119431|sp|P04582|ENV_HV1B8       IKLFIMIVGGLVGLRIVFAVLSIVNRVRQGYSPLS-------FQTHLPNP 719
gi|74661|pir||VCLJSI                IKIFLMAVGGIIGLRIIMTVFSVVRRVRQGYSPLS-------LQTLIPVQ 715
gi|119462|sp|P04577|ENV_HV2RO       IQYGVLIIVAVIALRIVIYVVQMLSRLRKGYRPVFSSPPGYIQQIHIHKD 726
gi|74682|pir||VCLJVS                LKYIPWIIMGIVGLMCFRILMCVISMCLQAYKQVKQIR---YTQVTVVIE 875
gi|74722|pir||VCLJLK                PVTAEKVKEPYVQVSALKNGSYLVLTSRTDCSIPAYVPSIVTVNETVKCF 833
gi|12958609|gb|AAK09373.1|AF32      KTLEGSWVTPKWPVHTAYGKEFLTLDTNNTSIGVG--------PRLEQCA 626
gi|6016596|sp|O61703|MPCP_CHOF      AGVWKGLGPRIIMIGTLTALQWFIYDAVKVWLRMP---------RPPPAE 334
                                                                                      

 

gi|74716|pir||VCLJSA                PIQVHYHRLEQEDHGGSYLNLT----------------------------
gi|9627213|ref|NP_056894.1|         PIQVHYHRLEQEDSGGSYLTLT----------------------------
gi|1706658|sp|P51515|ENV_SRV2       PIQVHYHRLEQEDNGGVYLRVS----------------------------
gi|119398|sp|P10269|ENV_BAEVM       VLTQQYQVLRTDEEAQD---------------------------------
gi|1143545|emb|CAA61093.1|          VLAQQYQALKAEEEAQD---------------------------------
gi|9627018|ref|NP_041262.1|         PIQIHYHQLATRDLEYG---RL----------------------------
gi|11055586|gb|AAG28161.1|AF28      KSHIFYSRLQEQDTTEQQEERLQFTEDLLKEPWHRRWKTNLYALCYKANQ 609
gi|28927670|gb|AAF81698.2|AF24      ALVPQYKPLPTEMDTLGQ--------------------------------
gi|20149612|ref|NP_055405.2|        --LQMEPKMQSKTKIYRRPLDRPASPRSDVNDIKGTPPEEISAAQPLLRP 532
gi|13310191|gb|AAK18189.1|AF33      IVLQMEPQMQSMTKIYRGPLDRPARLCSDVNDIEVTPPEEISTAQPLLHS 536
gi|8439396|emb|CAB94192.1|          SIR--QMFLLTSPQYHPLPQDLPSA-------------------------
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        TAKRHVDSILQNFQYKKLPQDSPDEDTIPT--------------------
gi|119466|sp|P23064|ENV_HTL1M       SLINPESSL-----------------------------------------
gi|119467|sp|P03383|ENV_HTLV2       SLINPETML-----------------------------------------
gi|4027915|gb|AAC96087.1|           LR-QKYQTLDNEDNL-----------------------------------
gi|74689|pir||VCLJGL                --------------------------------------------------
gi|74707|pir||VCMVSS                ILTQQYQQIQQYDPDRP---------------------------------
gi|119431|sp|P04582|ENV_HV1B8       RGPDRPEGIEEEGGERDRDRSIRLVNGSLALIWDDLRSLCLFSYHRLRDL 769
gi|74661|pir||VCLJSI                REQGRLGEIDEGGGEQDRSRSVRLVEGCLPLIWDDLRNLGIWSYQSLTSL 765
gi|119462|sp|P04577|ENV_HV2RO       RGQPANEETEEDGGSNGGDRYWPWPIAYIHFLIRQLIRLLTRLYSICRDL 776
gi|74682|pir||VCLJVS                APVELEEKQKRNGDGTNGCASLEHERRTSHRSFIQIWRATWWAWKTSPWR 925
gi|74722|pir||VCLJLK                GVEFHKPLYSESKVSFEPQVPHLKLRLPHLVGIIANLQNLEIEVTSTQES 883
gi|12958609|gb|AAK09373.1|AF32      FWKNYVPDLTAISKSMKSDKNCTTISGGTKTNVIELSVWTIVMTTAVLML 676
gi|6016596|sp|O61703|MPCP_CHOF      MPESMRKRLEAEGKL-----------------------------------
                                                                                      

 

gi|74716|pir||VCLJSA                --------------------------------------------------
gi|9627213|ref|NP_056894.1|         --------------------------------------------------
gi|1706658|sp|P51515|ENV_SRV2       --------------------------------------------------
gi|119398|sp|P10269|ENV_BAEVM       --------------------------------------------------
gi|1143545|emb|CAA61093.1|          --------------------------------------------------
gi|9627018|ref|NP_041262.1|         --------------------------------------------------
gi|11055586|gb|AAG28161.1|AF28      PLPLFARPASP---------------------------------------
gi|28927670|gb|AAF81698.2|AF24      --------------------------------------------------
gi|20149612|ref|NP_055405.2|        NSAGSS--------------------------------------------
gi|13310191|gb|AAK18189.1|AF33      NSVGSS--------------------------------------------
gi|8439396|emb|CAB94192.1|          --------------------------------------------------
gi|16024911|gb|AAL11491.1|          --------------------------------------------------
gi|27734142|ref|NP_775596.1|        --------------------------------------------------
gi|119466|sp|P23064|ENV_HTL1M       --------------------------------------------------
gi|119467|sp|P03383|ENV_HTLV2       --------------------------------------------------
gi|4027915|gb|AAC96087.1|           --------------------------------------------------
gi|74689|pir||VCLJGL                --------------------------------------------------
gi|74707|pir||VCMVSS                --------------------------------------------------
gi|119431|sp|P04582|ENV_HV1B8       LLIVTRIVELLGRRGWEALKYWWN-------LLQYWSQELKNSAVNLLNA 812
gi|74661|pir||VCLJSI                ACNVWRQLKTLGHLILHSLRLLRERLCLLGGIIQYWGKELKISAISLLDA 815
gi|119462|sp|P04577|ENV_HV2RO       LSRSFLTLQLIYQNLRDWLRLRTA-------FLQYGCEWIQEAFQAAARA 819
gi|74682|pir||VCLJVS                HNWRTMPYITLLPILVIWQWMEENGWNGENQHKKKKERVDCQDREQMPTL 975
gi|74722|pir||VCLJLK                IKDQIERAKSQLLRLDIHEGDFPAWIQQLASATRDVWPAAARALQGIGNV 933
gi|12958609|gb|AAK09373.1|AF32      --------------------------------------------------
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gi|6016596|sp|O61703|MPCP_CHOF      --------------------------------------------------
                                                                                      

 
gi|74716|pir||VCLJSA                -------------------------------------------------
gi|9627213|ref|NP_056894.1|         -------------------------------------------------
gi|1706658|sp|P51515|ENV_SRV2       -------------------------------------------------
gi|119398|sp|P10269|ENV_BAEVM       -------------------------------------------------
gi|1143545|emb|CAA61093.1|          -------------------------------------------------
gi|9627018|ref|NP_041262.1|         -------------------------------------------------
gi|11055586|gb|AAG28161.1|AF28      -------------------------------------------------
gi|28927670|gb|AAF81698.2|AF24      -------------------------------------------------
gi|20149612|ref|NP_055405.2|        -------------------------------------------------
gi|13310191|gb|AAK18189.1|AF33      -------------------------------------------------
gi|8439396|emb|CAB94192.1|          -------------------------------------------------
gi|16024911|gb|AAL11491.1|          -------------------------------------------------
gi|27734142|ref|NP_775596.1|        -------------------------------------------------
gi|119466|sp|P23064|ENV_HTL1M       -------------------------------------------------
gi|119467|sp|P03383|ENV_HTLV2       -------------------------------------------------
gi|4027915|gb|AAC96087.1|           -------------------------------------------------
gi|74689|pir||VCLJGL                -------------------------------------------------
gi|74707|pir||VCMVSS                -------------------------------------------------
gi|119431|sp|P04582|ENV_HV1B8       TAIAVAEGTDRVIELVQAAYRAIRHIPRRIRQGLERILL----------
gi|74661|pir||VCLJSI                TAIAVAEGTDRIIEAFQVTLRIIRNIPRRIRQGLERALL----------
gi|119462|sp|P04577|ENV_HV2RO       TRETLAGACRGLWRVLERIGRGILAVPRRIRQGAEIALL----------
gi|74682|pir||VCLJVS                ENDYVEL------------------------------------------
gi|74722|pir||VCLJLK                LSNTAQGIFGTTVSILSYAKPILIGIGVILLIAFLFKIVSWLPGKKKRN 982
gi|12958609|gb|AAK09373.1|AF32      -------------------------------------------------
gi|6016596|sp|O61703|MPCP_CHOF      -------------------------------------------------
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